. Expression profiles of A. thaliana AtTPS, AtTPP, and AtTRE genes. Data is mined from AtGeneExpress microarray dataset and represented as pictographic image generated by Seed eFP Browser tool. Expression levels are represented by a color scale. The maximum expression level is indicated by the signal threshold above the color scale. The expression profiles of these genes were evaluated using the Seed eFP Browser tool (Winter et al., 2007; Bassel et al., 2008) . In dry seeds, the most expressed isoforms are AtTPS11, AtTPS8 and AtTPS6. The same profile is observed at 1 h of imbibition, adding a reduced expression of AtTPS5. At 3 h, the most expressed isoforms are AtTPS7 and AtTPS8. At 6 h, AtTPS8 shows the highest transcript level. As for the TPP gene family, AtTPPF and AtTPPJ are more expressed in dry seed while a relatively high expression is still visible at 1 h, 3 h and 6 h of imbibition. The expression level of AtTPPI appears reduced at 1 h and 6 h after imbibition with water. The AtTRE gene is slightly enhanced only after 24 h of imbibition. Figure 2 . Profiles of M. truncatula seed imbibition and germination under physiological and stress conditions. (a) Measurement of water uptake in control-(CTRL, water imbibition) and PEG-treated seeds. (b) Measurement of water uptake in control-and NaCl-treated seeds. (c) Percentage of seed germination. (d) The time necessary to reach 50% of germinated seeds (T 50 ). Significant differences between treatments (PEG, NaCl) and control (water) were assessed based on the Student t-test ('*' p < 0.1; '**' p < 0.05; '***' p < 0.001). Figure 3 . Calibration curve used for the HPLC detection of trehalose content. The peaks of HPLC spectra were integrated and compared to the acquired trehalose standard signal. The concentration values were obtained on an average of three injections for each sample. The calibration curve was obtained for a concentration of trehalose in the range 3x10 -2 -1.5x10 -4 M (R 2 =0.998). Supplementary Table 1 . Oligonucleotide sequences used for the qRT-PCR reactions. For each primer pair, the PCR efficiency is given.
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